Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.033; wR factor = 0.096; data-to-parameter ratio = 9.1.
The nine-membered fused-ring system of the title pyridazine derivative, C 13 H 12 N 4 O 4 S, is approximately planar (r.m.s. deviation 0.027 Å ), and the benzene ring of the phenylsulfamide substituent is aligned at 43.5 (1) to the fused-ring system. The amine group of the sulfonamide substituent forms an N-HÁ Á ÁO hydrogen bond to the ketonic O atom of two neigboring molecules to generate a chain running along the c axis.
Related literature
For a related structure, see: Abdel-Aziz et al. (2010) . For the biological activity of the class of pyridazines, see: Faid-Allah et al. (2011); Makki & Faid-Allah (1996) Data collection: CrysAlis PRO (Agilent, 2010); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: X-SEED (Barbour, 2001); software used to prepare material for publication: publCIF (Westrip, 2010). -Allah, 1996) . There are few crystal structure reports of such systems; recently, we reported the crystal structure of 3-methyl-2-(4-methyl)-2H-pyrazolo[3,4-d]pyridazin-5-ium thiocyanate, a salt (Abdel-Aziz et al., 2010) .
Faid
The nine-membered fused-ring system of C 13 H 12 N 4 O 4 S (Scheme I), is planar and the benzene ring of the phenylsufamido substitutent is aligned at 43.5 (1) ° (Fig. 1 ). The amino group the substitutent forms a hydrogen bond to the ketonic O atom of two neigboring molecules to generate a chain running along the c-axis of the orthorhombic unit cell (Table 1) .
Experimental
A solution of ethyl 5-acetyl-3-methylisoxazole-4-carboxylate (0.39 g, 0.002 mol) in ethanol (25 ml) was refluxed with psulfonamidophenyl hydrazine hydrochloride (0.49 g, 0.002 mol) for 2 h. The pyridazine which separated after concentration of the reaction mixture was filtered off, washed with ethanol and recrystallized from the same solvent to give long thin prisms in 90% yield, m.p. 488 K.
Refinement
Carbon-bound H-atoms were placed in calculated positions [C-H 0.95 to 0.98 Å, U iso (H) 1.2 to 1.5U eq (C)] and were included in the refinement in the riding model approximation.
The amino H-atoms were located in a difference Fourier map, and were refined freely.
The Flack (Flack, 1983) parameter was refined from 441 Friedel pairs. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.12413 (3) 0.212823 (15) 0.43880 (7) 0.01769 (17) (7) 0.0124 (9) −0.0015 (6) 0.0005 (7) 0.0035 (7) O2 0.0198 (8) 0.0231 (7) 0.0135 (9) −0.0028 (5) −0.0009 (7) 0.0002 (7) O3 0.0273 (9) 0.0289 (8) 0.0143 (10) −0.0008 (7) −0.0034 (8) 0.0049 (7) N4 0.0219 (10) 0.0270 (10) 0.0150 (11) −0.0041 (8) −0.0011 (9) 0.0002 (9) N1 0.0230 (9) 0.0225 (9) 0.0145 (11) 0.0025 (7) −0.0033 (9) 0.0000 (8) N2 0.0190 (8) 0.0174 (8) 0.0098 (10) −0.0005 (7) 0.0018 (8) 0.0000 (8) N3 0.0183 (9) 0.0169 (7) 0.0136 (10) 0.0005 (7) 0.0002 (8 (13) 0.0032 (7) 0.0005 (9) −0.0007 (9) C8 0.0170 (9) 0.0176 (9) 0.0130 (13) 0.0022 (7) 0.0013 (10) 0.0015 (9) C9 0.0220 (10) 0.0176 (10) 0.0127 (12) −0.0001 (8) 0.0001 (10) −0.0016 (9) C10 0.0223 (10) 0.0195 (10) 0.0107 (11) 0.0017 (8) 0.0003 (10) −0.0007 (9) C11 0.0179 (9) 0.0186 (10) 0.0147 (13) 0.0027 (8) 0.0016 (10) 0.0030 (10) C12 0.0210 (11) 0.0171 (9) 0.0186 (14) 0.0000 (8) −0.0009 (10) −0.0022 (10) C13 0.0212 (10) 0.0189 (10) 0.0122 (13) 0.0004 (8) −0.0022 (9) −0.0023 (9) Geometric parameters (Å, °) S1-O4 1.4345 (19) C2-C3 1.420 (3) S1-O3 1.4385 (19) C3-C4 1.372 (3) S1-N4 1.617 (2) C4-C5 1.422 (4) S1-C11 O4-S1-O3 119.41 (11) N1-C5-C4 111.0 (2) 
